Palmitate measurement
For the palmitate measurement, LNCaP and PC-3M cells were seeded in 24-well plates. LNCaP cells were treated with AdRSV or AdCav-1 for 24 hours and then with CSS, in the presence or absence of 10 nM R1881, for another 24 hours. PC-3M cells were treated with NCsi or Cav-1siRNA8 for 48 hours. Cells were washed with PBS, gently scraped, and transferred to a 15-ml canonical tube. They were then spun at 12,000 rpm at ambient temperature for 5 minutes, and the pellet and supernatant were collected. Each cell pellet was added in 200 µL of methanol with palmitic acid-13C1 (0.5 ng; Sigma Aldrich, St. Louis, MO). The mixture was acidified with 1.0 µL of concentrated hydrochloric acid, vortexed with 3.0 mL of hexane, and centrifuged; the separated organic layer was evaporated. The dried extracts were subsequently derivatized using freshly prepared 1-(3-aminopropyl)-3-bromoquinolinium bromide [34] . An Agilent 6490 triple quadrupole mass spectrometer (Agilent, Santa Clara, CA) equipped with a Jet Stream electrospray ion source (ESI, Agilent), a 1290 Infinity ultra-high performance liquid chromatography system (Agilent), and MassHunter Workstation software (Agilent) was used to quantify palmitic acid. The chromatographic separation of palmitic, linoleic, and steric acids was conducted with a Chromolith C18 reverse phase column (50-2 mm) with a matching Chromolith guard column (5-2 mm) using 0.1% formic acid in water or 0.1% formic acid in methanol:water mobile phase gradient from 30% to 95% for 10 minutes. Fatty acids were introduced into the ESI source and analyzed in the positive ion mode. Molecular ion transitions (m/z 503.2 to 296.2 and 505.2 to 296.2) were monitored to quantify palmitate. Matching media (500 µL) were mixed with 500 µL of methanol containing internal standard before being prepared and analyzed in the same manner as the cell pellets. Figure S1 ). For genotyping, tail DNA was subjected to a polymerase chain reaction analysis with the following primers: forward (5′-TCCCAGAGTTCATACCAGGA-3′) and reverse (5′-AATCTGTGCATGAAGGGAAC-3′); these were used to distinguish the wild-type and target alleles by amplifying the flanking loxP sites. The forward primer (5′-TTGCCTGCATTACCGGTCGATGCA-3′) and the reverse primer (5′-GATCCTGGCAATTTCGGCTAT-3′) were used to detect the PBCre transgene. The forward (5′-CCATGTTCATGCCTTCTTCT-3′) and reverse (5′-ATCGTAGACAACAAGCGGTA-3′) primers were used to detect the PBCav-1 transgene.
Transgenic PTENcKO mouse model
We used 128 transgenic animals in total for our studies. Particularly, we used 38 mice for the evaluation of PTEN and Cav-1 expression, 69 mice for the evaluation of cancer incidence, wet weight, and PCNA staining, and 21 mice for the evaluation of acute effects of castration. Mice were sacrificed using carbon monoxide euthanasia and decapitation. 
